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FIG.1 


1 GGATCCTGGT CGCGAGCGCG CCGCCCAGCC ACCTGCCGGC GCGCCCCGCC 


GGGACCGCTC GAGGACGCCT CGCGAAGGCT CTAGGGGCTG TATCTTCAAG 


101 AGTCTACGCC CCTTTGTTGC AGTGCACAAA TTTCCGTGCT AGCTTCATGC 

"-35" 

phaE 

TATCACGCCC CAGACG4GGA /IGATTCACCG TGAA'CGATAC GGCCAACAAG 

S/D V N D T A N K 

201 ACCAGCGACT GGCTGGACAT CCAACGCAAG TACTGGGAGA CCTGGTCGGA 
TSDW LDI QRK YWET WSE 

GCTCGGCCGC AAGACCTTGG GTCTGGAGAA GACCCCGGCC AATCCTTGGG 
LGR KTLG LEK TPA NPWA 

301 CCGGCGCCCT CGATCATTGG TGGCAGACGG TCTCGCCCGC CGCCCCCAAC 
GAL DHW WQTV SPA APN 

GACCTGGTTC GCGACTTCAT GGAGAAGCTC GCCGAGCAGG GCAAGGCCTT 
DLVR DFM EKL AEQG KAF 

401 CTTCGGCCTC ACCGACTACT TCACGAAGGG CCTCGGCGGC AGTAGCGGTA 
FGL TDYF TKG LGG SSGT 

CGCAGGGCTG GGACACCCTC TCGAAGACCA TCGACGACAT GCAAAAGGCC 
QGW DTL SKTI DDM QKA 

FIG. 1A 


501 TTCGCCAGCG GCCGGATCGA AGGCGACGAG ACCTTCCGCC GCCTGATGGC 
FASG RIE GDE TFRR LMA 

CTTCTGGGAG ATGCCGCTCG ACAACTGGCA GCGCACCATG TCCTCGCTGT 
FWE MPLD N W Q RTM SSLS 

601 CCCCGGTGCC CGGCGACCTG CTGCGCAACA TGCCGCACGA CCAAGTCAGG 
PVP GDL LRNM PHD QVR 

GACAGCGTCG ACCGCATCCT CTCGGCACCC GGGCTCGGCT ACACGCGCGA 
DSVD RIL SAP GLGY TRE 

701 GGAGCAGGCC CGCTACCAGG ATCTGATCCG CCGCTCGCTG GAGTACCAGT 
EQA RYQD LIR RSL EYQS 

CGGCCCTGAA CGAATACAAC GGCTTCTTCG GCCAGCTCGG TGTCAAGTCC 
ALN E Y N GFFG QLG VKS 

801 CTCGAGCGGA TGCGCGCCTT CCTGCAGGGA CAGGCCGAGA AGGGCGTCGC 
LERM RAF LQG QAEK G V A 

CATCGAGTCG GCGCGCACCC TCTACGACGC CTGGGTCGGC TGCTGCGAAG 
IES ARTL YDA WVG CCEE 

901 AGGTCTATGC CGAGGAGGTC AGCTCCGCCG ACTACGCGCA CATCCACGGC 
VYA EEV SSAD YAH IHG 

CGCCTCGTCA ACGCCCAGAT GGCCCTCAAG CAGCGCATGT CGACCATGGT 
RLVN AQM ALK QRMS TMV 


FIG. 1B 
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1001 CGACGAG6TC CTCGGCGCGA TGCCGCTGCC GACCCGCAGC GAGCTGCGCA 
DEV LGAM PLP TRS ELRT 

CGCTCCAGGA TCGGCTCCAG GAGTCGCGCG GCGAGGGCAA GCGCCAGCGC 
LQD RLQ ESRG EGK RQR 

1101 CAAGAGATCG AGACGCTGAA GCGGCAGGTC GCGGCCTTGG CCGGCGGCGC 
QEIE TLK RQV AALA GGA 

CCAGCCCGCG CCCCAGGCCT CCGCCCAGCC CAGCACCCGG CCCGCGCCGG 
QPA PQAS AQP STR PAPA 

1201 CGACGGCCCC GGCGGCGAGC GCGGCGCCCA AGCGCAGCAC CACGACCCGC 
TAP A A S AAPK RST TTR 

CGCAAGACCA CCAAGCCCAC CACCGGCCAG TGATGTCGGC CGCCCGTCCA 
RKTT KPT TGQ * 

phaC 

1301 TCGCCACC/1G GAGAGAGTGC CGTGTCCCCA TTCCCGATCG ACATCCGGCC 

S/D V S P F P I D I R P 

CGACAAGCTG ACCGAGGAGA TGCTGGAGTA CAGCCGCAAG CTCGGCGAGG 
DKL TEEM LEY SRK L^GEG 

1401 GTATGCAGAA CCTGCTCAAG GCCGACCAGA TCGACACAGG CGTCACCCCC 
MQN LLK ADQI DTG VTP 

AAGGACGTCG TCCACCGCGA GGACAAGCTG GTCCTCTACC GCTACCGGCG 
KDVV HRE DKL VLYR YRR 
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1501 CCCGGCGCAG GTGGCGACCC AGACGATCCC GCTGCTGATC GTCTACGCCC 
PAQ VATQ TIP LLI VYAL 

TCGTCAATCG GCCCTACATG ACCGACATCC AGGAGGATCG CTCGACGATC 
VNR PYM TDIQ EDR STI 

1601 AAGGGCCTGC TCGCCACCGG TCAGGACGTC TATCTGATCG ACTGGGGCTA 
KGLL ATG QDV YLID WGY 

CCCGGATCAG GCCGACCGGG CGCTGACCCT CGATGACTAC ATCAACGGCT 
PDQ ADRA LTL DDY INGY 

1701 ACATCGACCG CTGCGTCGAC TACCTGCGCG AGACCCACGG CGTCGACCAG 
IDR CVD YLRE THG VDQ 

GTCAACCTGC TCGGGATCTG CCAGGGCGGG GCCTTCAGCC TCTGCTACAC 
VNLL GIC QGG AFSL CYT 

1801 GGCCCTGCAC TCCGAGAAGG TCAAAAACCT CGTCACCATG GTCACGCCGG 
ALH SEKV KNL VTM VTPV 

TCGACTTCCA GACCCCGGGC AACCTGCTCT CGGCCTGGGT CCAGAACGTC 
DFQ TPG NLLS AWV Q N V 

1901 GACGTCGACC TGGCCGTCGA CACCATGGGC AACATCCCGG GCGAACTGCT 
DVDL A V D TMG NIPG ELL 

CAACTGGACC TTCCTGTCGC TCAAGCCCTT CAGCCTGACC GGCCAGAAGT 
NWT FLSL KPF SLT GQKY 


FIG. 1 D 


2001 ACGTCAACAT GGTCGACCTG CTCGACGACG AGGACAAGGT CAAGAACTTC 
VNM VDL LDDE DKV KNF 

CTGCGGATGG AGAAGTGGAT CTTCGACAGC CCGGACCAGG CCGGCGAGAC 
LRME K W I FDS PDQA GET 

2101 CTTCCGCCAG TTCATCAAGG ACTTCTACCA GCGCAACGGC TTCATCAACG 
FRQ FIKD FYQ RNG FING 

GCGGCGTCCT GATCGGCGAT CAGGAGGTCG ACCTGCGCAA CATCCGCTGC 
GVL IGD QEVD LRN IRC 

2201 CCGGTCCTGA ACATCTACCC GATGCAGGAC CACCTGGTGC CGCCGGATGC 
PVLN IYP MQD HLVP PDA 

CTCCAAGGCC CTCGCGGGAC TGACCTCCAG CGAGGACTAC ACGGAGCTCG 
SKA LAGL TSS EDY TELA 

2301 CCTTCCCCGG CGGGCACATC GGCATCTACG TCAGCGGCAA GGCGCAGGAA 
FPG GHI GIYV SGK AQE 

GGAGTCACCC CGGCGATCGG CCGCTGGCTG AACGAACGCG GCTGAGCCGG 
GVTP A I G RWL NERG * 


2401 GTCGACCCAC CCGCTCGACG GGCGCGGCCG GCGGCATCGA AGGCCGCCGG 


CCGGCGCCCA TGAGCCATCC GCGCCGCTGG CGCCCGCCCC CCGACCTTCG 


FIG. 1E 


2501 CCGCCGCACC CGCATCGCCC CCGCGGCTGG CGTACAATGA CGGTCTTCGC 
GAGCGAGCCC CGCATCGTCA ACGGAGGCTG CATGGGCGCC GACCACCAAC 

2601 TGCTGGCCGC GTACGACGCG CTGGCCGAGA CCTACGACGC CCACCGCGGC 
CTCTTCGACA TGCGCGCCGT GCTCGAGGAC ATCTTCGCCC GCCTGCCGGC 

2701 CTGCGGCACC CTCCTCGACC TCGGCTGCGG CGCCGGGGAG CCGTGCGCGC 
GCGCCTTCCT CGACCGCGGC TGGCGGGTGA CCGGGGTGGA CTTCTGCCCG 

2801 GCCATGCTCG CCCTCGCGGC GCGCTACGTC CCCGAGATGG AGCGGATCC 
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